Key indicators: single-crystal X-ray study; T = 293 K; mean (N-C) = 0.008 Å; R factor = 0.056; wR factor = 0.133; data-to-parameter ratio = 14.0.
Hydrogen-bond geometry (Å , ). Data collection: CAD-4 Software (Enraf-Nonius, 1985) ; cell refinement: CAD-4 Software; data reduction: XCAD4 (Harms & Wocadlo, 1995); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. Fig. 1 . The molecular structure of (I), with the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level. Intermolecular H-bonds are shown with dashed lines. 
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